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BACKGROUND

Due to the rise in the number of documented non-tuberculous mycobacteria (NTM) cases along with people at higher
risk, NTM have been declared an emerging public health threat and earned a status of “the new uber-bugs”. However,
the definite ecological niches for most of the NTM remain poorly understood. The purpose of this study was to examine

the occurrence of NTM in households and urbanized environments in Poland using conventional culture-based methods.

MATERIALS & METHODS RESULTS

A total of 156 samples were collected from Of the 156 samples collected, 91 (58.3%) yielded mycobacterial growth. In this number there
households and urbanized environments were 68 (66%) household and 23 (44.2%) environmental samples. Among household sources,
in Poland between April and August 2023. the most NTM-abundant was air (88%), followed by tap water (77%), tap biofilm (52%), and
The household samples (n=103) included pipe sludge (46%). As for the environmental samples, the highest ratio of isolated NTM was
tap water (n=26), pipe sludge (n=25), tap observed for fountains (100%), followed by soil (66.7%), flowing water (42.9%), air (33.3%),
biofilm (n=26), and air (n=26). The and stagnant water (25%).

environmental samples (n=53) consisted More than 30 different species of mycobacteria were identified. Most isolates (63.4%) were
of soil (n=12), air (n=21) and different described to the species level, meeting the criteria of at least 98% hsp65 sequence identity
water sources (n=20). Samples were (BLASTn). The most frequently occurring household species (Fig.2) was M. gordonae followed
decontaminated and cultivated on NTM by M. mucogenicum. Among environmental samples (Fig.3), the most common NTM were
Elite agar and Middlebrook 7H11 M. chelonae and M. mucogenicum, followed by M. immunogenum.
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